. Validation of miRNA expression in all stroke samples. Expression of 10 highly significant miRNAs (p < 0.0001) were validated using qPCR. Expression of the miRNAs was determined in all stroke samples (regardless of timepoints) as well as samples clustered according to their timepoints. Data is represented as a relative expression with respect to healthy controls ± SEM. Table S3 . Circulating miRNAs identified in stroke and stroke-related co-morbidities. With respect to our 105 miRNAs cluster, several studies reporting on miRNAs implicated in the pathology of stroke and its risk factors are compiled in this table. Among the 105 miRNAs, those highlighted in bold exhibit similar expression profiles when compared to reports involving rat stroke models. 
